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nucleotide sequence specific of an organism with a signal resulting from a hybridization by 
complementary base pairing between the target nucleotide sequence and its corresponding 
capture nucleotide sequence is disclosed. The capture nucleotide sequence is bound to the 
insoluble solid support at a specific location on an array having a density of at least 4 different 
bound single stranded capture nucleotide sequences/cm^. The location of the signal on the array 
allows identification or quantification of the organism. 
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VERSION WITH MARKINGS TO SHOW CHANGES MADE 

The pres e nt inv e ntion is r e lat e d to an id e ntification and/or quantification m e thod of a 
biological (micro)organism or part of it (possibly present in a biological sampl e ) by a d e tection 
fr fA method for identifying or quantifying an organism by a detecting its nucleotide sequence 
among at least 4 other homologous sequences and comprising the steps of: 
possibly extracting original nucleotide s e quences (1) from th e (micro)organism; 
amplifying or copying with a uniqu e pair of primer(s), at l e ast part of original nucleotid e 

sequ e nc e s (1) into targ e t nucl e otid e s e quenc e s (2) to be det e cted; 
possibly lab e lling said target nucleotid e s e qu e nc e s (2); 

- putting into contact th e lab e ll e d targ e t nucl e otid e s e quences (2) comprising amplifying nucleic 
acids from the organism to generate target nucleotide sequences to be detected; contacting 
the target nucleotide sequences with single stranded capture nucleotide sequences^) bound 
by a single predetermined link to an insoluble solid support ^ ), preferably a non porous seU4 
support, 

- and discriminating the binding of a target nucleotide sequence(2) specific of an organism or part 
of it by d e t e cting, quantifying and/or r e cording with a signal resulting from a hybridization 
by complementary base pairing between the target nucleotide sequence^ and its 
corresponding capture nucleotide sequencef^ 
_ wh e r e in said is disclosed. The capture nucleotide sequence (3) b e ing js bound to the insoluble 
solid support(4) at a specific location according to on an array, said array haying a density of at 
least 4 different bound single stranded capture nucleotide sequ e nces/cm^ of solid support surfac e 
aft4 sequences/cm 2 . The location of the signal on the array allows identification or quantification 
of the organism. 

wh e r e in the binding b e tw e en th e targ e t nucl e otid e s e qu e nc e and its corr e sponding captur e 
nucl e otid e s e qu e nc e forms (will r e sult in) said signal at th e expect e d location, the d e tection of a 
single signal allowing a discrimination of th e targ e t nucl e otide sequence specific of an organism 
or part of it from homologous nucl e otid e s e quenc e s. 
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